. Schematic maps of the constructs for the BiFC assay. Figure S5 . Amino acid sequence alignment of the DlHD2 protein with other plant HD2 proteins. DlHD2 was aligned with Arabidopsis AtHD2A (NM_114344), AtHD2B (NM_122171), AtHD2C (NM_120455), and AtHD2D (AF255713); maize ZmHD2a (U82815), ZmHD2b (NM_001112161) and ZmHD2c (AF254073). Identical and similar amino acids were presented by black and gray shading, respectively. Gaps were introduced to optimize alignment. The histone deacetylases domain, acidic domain and a putative C2H2 type zinc finger domain were underlined. Conserved amino acids predicted to be involved in catalytic activity were indicated with '+'. The cysteine and histidine residues, phenylalanine and leucine in the putative zinc finger domain were indicated by '*' and '#', respectively. Figure S6 . Phylogenetic tree of the deduced amino acid sequences of DlHD2 and other plant HD2. The phylogenetic tree was generated based on an alignment of the full length deduced amino acid sequences of 15 HD2 proteins, including Arabidopsis AtHD2A (NM_114344), AtHD2B (NM_122171), AtHD2C (NM_120455), and AtHD2D (AF255713); maize ZmHD2a (U82815), ZmHD2b (NM_001112161) and ZmHD2c (AF254073); rice OsHD2 (AF255711) and OsHD2B (NM_001051686); barley HvHDAC2.1 (EU348775) and HvHDAC2.2 (EU348776), wheat TaHD2 (DQ656602); patato ScHD2A (AY346455); castor bean RcHD2A (XP_002527449). Alignments were made using CLUSTAL X multiple sequence software. The 
